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Peptide samples transferred 
to LC-MS system, and 
injected by autosampler 
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Peptides identified by 
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Peptide abundances within each 
protein are summed as a measure 
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Abundance of structural variants is 
measured as percent of each protein's 



total abundance 
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Bar-code scanner reads between 
steps to confirm identities 
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Event and plate 
identity controlled 
and confirmed by 
central computer 
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All identity and 
abundance data 
are matched to 
sample origen 
and processing 
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Subtraction of 
abundances of condition 
A from condition B. 
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Graphical depiction of 
protein differences over 
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